EXHIBIT F 



ClustalW (vl.4) multiple sequence alignment 



huLGR8-C 1 MIVFLVFKHLFSLRLITMFFLLHFIVLINVKDFALTQGSMITPSCQKGYF 50 

huLGR8-C_N 1 QGSMITPSCQKGYF 14 

************** 

huLGR8-C 51 PCGNLTKCLPRAFHCDGKDDCGNGADEENCGDTSGWATIFGTVHGNANSV 100 

huLGR8-C_N 15 PCGNLTKCLPRAFHCDGKDDCGNGADEENCGDTSGWATIFGTVHGNANSV 64 
************************************************** 

huLGR8-C 101 ALTQECFLKQYPQCCDCKETELECVNGDLKSVPMISNNVTLLSLKKNKIH 150 

huLGR8-C_N 65 ALTQECFLKQYPQCCDCKETELECTOGDLKSVPMISNNVTLLSLKKNKIH 114 
************************************************** 

huLGR8-C 151 SLPDKVFIKYTKLKKIFLQHNCIRHISRKAFFGLCNLQILILDDNPITRI 2 00 
huLGR8-C_N 115 SLPDKVFIKYTKLKKIFLQHNCIRHISRKAFFGLCNLQILILDDNPITRI 164 

huLGR8-C 201 SQRLFTGLNSLFFLSMVNNYLEALPKQMCAQMPQLNWVDLEGNRIKYLTN 250 
huLGR8-C_N 165 SQRLFTGLNSLFFLSMVNNYLEALPKQMCAQMPQLNWVDLEGNRIKYLTN 214 
************************************************** 

huLGR8-C 251 STFLSCDSLTVLDLSSNTITELSPHLFKDLKLLQKLDLERIEIPNINTRM 300 
huLGR8-C_N 215 STFLSCDSLTVLDLSSNTITELSPHLFKDLKLLQKLDLERIEIPNINTRM 2 64 

huLGR8-C 301 FQPMKNLSHIYFKNFRYCSYAPHVRICMPLTDGISSFEDLLANNILRIFV 350 
huLGR8-C__N 2 65 FQPMICNLSHIYFKNFRYCSYAPHVRICMPLTDGISSFEDLLANNILR 311 
★*★****★********★*★******★*******★ ************* 

huLGR8-C 3 51 WVIAFITCFGNLFVIGMRSFIKAENTTHAMSIKILCCADCLMGVYLFFVG 4 00 

huLGR8-C_N 312 311 



huLGR8-C 401 IFDIKYRGQYQKYALLWMESVQCRLMGFLAMLSTEVSVLLLTYLTLEKFL 450 
huLGR8-C_N 312 311 



huLGR8-C 451 VIVFPFSNIRPGKRQTSVILICIWMAGFLIAVIPFWNKDYFGNFYGKNGV 500 
huLGR8-C_N 312 311 



huLGR8-C 501 CFPLYYDQTEDIGSKGYSLGIFLGVNLLAFLIIVFSYITMFCSIQKTALQ 550 

huLGR8-C_N 312 311 



huLGR8-C 551 TTEVRNCFGREVAVANRFFFIVFSDAICWIPVFWKILSLFRVEIPDTMT 600 

huLGR8-C_N 312 311 



huLGR8-C 601 S W I VI FFLPVNS ALNP I L YTLTTNFFKDKLKQLLHKHQRKS I FKI KKKS L 650 
huLGR8-C_N 312 311 
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huLGR8-C 651 STSIWIEDSSSLKLGVLNKITLGDSIMKPVS 682 
huLGR8-C N 312 311 
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